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Claim 2. (Original) The isolated nucleic acid of claim 1, 
wherein said nucleic acid is cDNA. 

Claims 3-5 . (Canceled) 

Claim 6. (Currently Amended) An oligonucleotide of at least 8 
consecutive nucleotides selected from a sequence unique to SEQ ID 
NO: 1 or the complement of SEQ ID NO: 1, namely an oligonucleotide 

of SEQ ID NO: 3 or SEQ ID NO: 4 wherein oaid oligonucleotide hag a 

ninglc nucleotide oubotitution of A - to - C at position 73 4 — fA73 4 C) in 
cxon 5 - of said SEQ ID NO: 1 ■■ -i - n comparison with non - mutabcd-S - L GHAa. 

Claim 7 . (Original) The oligonucleotide of claim 6, wherein 
the oligonucleotide is a member of an oligonucleotide pair for 
amplification of an HH nucleic acid sequence . 

Claims 8-28. (Canceled) 

Claim 29. (Currently Amended) A genetic marker predictive of a 
hereditary hemochromatosis (HH) gene mutation comprising a partial 
sequence of SEQ ID NO: 1 having a single nucleotide substitution of 
A-to-C at position 734 (A734C) in exon 5 in comparison with non- 
mutated SLC11A3 and sequences complementary therewith , namely an 

-2- 



PACE 3/5 * RCVD AT 1/12/2004 9:36:30 AM [Eastern Standard Time] * SVR:USPTO-EFXRF-2/0 " DNIS;7465149 * CSID:202 775 0146 * DURATION (mm-ss):01-44 



SENT BY: NATH & ASSOCIATES; 



202 775 0146; 



JAN-12-04 9:41; 



PAGE 4/5 



VAN doijn et a J . 
SN 09/973, 180 

oligonucleotide of SEQ ID NO: 3 or SEQ ID NO: 4 , 

Claim 30. (Currently Amended) A method for diagnosing a 
patient as having an increased risk of developing HH disease f 
comprising : 

providing the isolated DNA sequence of claim 1 from the 
individual; and 

assessing the isolated DMA sequence for the presence or 
absence of a base mutation at position 734 (A734C) of the SLC11A3 
gene, wherein the absence of the A base mutation indicates the 
absence of a HH gene mutation in the genome of the individual and 
the presence of the C base mutation indicates the presence of the 
HH gene mutation and an increased risk of developing HH disease in 
the genome of the individual being diagnosed. 

Claim 31. (Previously Presented) The method of claim 30, 
wherein the assessing step is performed by a process which 
comprises subjecting the isolated DNA sequence to amplification 
using oligonucleotide primers flanking the base-pair mutation. 

Claim 32. (Previously Presented) The method of claim 31, 
wherein the assessing step further comprises an oligonucleotide 
ligation assay. 
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